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4.004
rconobacterium pyogenes associated with pulmonary
nd submandibular lymph node abscessation in white
ailed deer (Odocoileus virginiaus)
. Aﬁﬁ1,∗, J.M. Sleeman2, G.K. Saunders3, T. Kaur3
Aﬁﬁ Department of Wildlife & Zoo Medicine, Faculty of
eterinary Medicine, Suez Canal University, Ismilia, Egypt
Sleeman, USGS National Wildlife Health Center is located
t 6006 Schroeder Road, Madison, Wisconsin 53711
Saunders,& Kaur, Department of Biomedical Sciences &
athobiology, Virginia—Maryland Regional College of Vet-
rinary Medicine, Virginia Polytechnic Institute and State
niversity, Blacksburg, Virginia 24061, USA
Background: Thin, lactating and uncoordinated female
hite-tailed deer was submitted for necropsy as part
f a surveillance program for chronic wasting disease
CWD). Laboratory tests for CWD and rabies were neg-
tive. Post-mortem examination revealed pulmonary and
ubmandibular lymph node abscesses associated with
rcanobacterium pyogenes and Pasteurella. The overall
resentation suggests that the infections may have been
ssociated with chronic stress.
Methods: Brain tissues were removed aseptically and
ransferred to Virginia’s Department of Game and Inland
isheries for analysis for CWD and rabies virus, and Brain
ulture swabs were sent to the Virginia-Maryland Regional
ollege of Veterinary Medicine for aerobic and anaero-
ic bacterial cultures, including Listeria monocytogenes
ulture. Lung, lymph node, brain, intestine and heart sam-
les were preserved in 10% neutral buffered formalin for
istopathologic examination. Lung and lymph node samples
ere taken aseptically for aerobic culture, including culture
or Mycoplasma and Salmonella. Lung and lymph node were
lated onto Blood Agar, MacConkey Agar and Columbia CAN
gar. Culture swabs of lung tissue were plated onto Choco-
ate agar, TSA and CAN agar. Chocolate Agar plates were
ncubated in 5% CO2 incubated at 37 ◦C with no CO2 analysis.
Results: Arcanobacterium pyogenes was isolated from
ung and submandibular lymph node, and identiﬁed using
ioMérieux API Coryne strips. Pasteurella spp. was isolated
rom the same lymph node, and identiﬁed using bioMérieux
PI 20 NE strip. Laboratory tests for rabies, CWD, Listeria,
ycoplasma, Mycobacterium and Salmonella were all neg-
tive. Histopathologic examination was performed on lung,
rain, spleen, lymph node, intestine, heart and liver.The
ung had multiple discrete nodules of coagulative necrosis
ontaining neutrophils and macrophages (ﬁgure 1). A rim of
eutrophilic inﬂammation surrounded the necrosis; periph-
ral to this was a layer of ﬁbroplasia and ﬁbrosis.
Conclusion: In conclusion, even though it was not isolated
rom the lung, Pasteurella was the primary cause of infec-
ion in the lung and from there it spread to the lymph node.
. pyogenes was considered to be a secondary infection in
he lungs where pneumonia was already present. The ﬁnal
iagnosis was pulmonary and lymph node abscesses due to
pyogenes and ﬁbrinopurulent and necrotizing bronochop-
eumonia due to a mixed Pasteurella and A. pyogenes.
oi:10.1016/j.ijid.2010.02.1826
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hylogenetic analysis of sporadic hepatitis E virus in East-
rn China
.-G. Xia1,∗, Y.-T. Li 2, Y.-H. Lu1, H. Ren2, F.-D. Wang3, J.-H.
ao3, Q.-W. Jiang1, Y.-J. Zheng1
School of Public Health, Fudan University, Shanghai, China
Shanghai Municipal Center for Disease Control and Preven-
ion, Shanghai, China
Deqing County Center for Disease Control and Prevention,
eqing County, Zhejiang, China
Background: Recently, evidence for the existence of hep-
titis E virus (HEV) was reported all over the mainland
f China. The number of acute sporadic hepatitis E cases
ncreased annually and small outbreaks happened more
requently, probably due to food-borne transmission. The
hylogenetic characteristics of the circulating HEV worth
urther understanding.
Methods: A total of 413 serum samples were collected
rom acute sporadic hepatitis E patients in 14 hospitals in
astern China from 2005 to 2008 under informed consent. All
he samples were detected with a nested RT-PCR assay for
EV RNA, and a 150-nt fragment within HEV ORF2 region was
equenced for phylogenetic analysis using Neighbor-Joining
ethod with reference HEV sequences from the GenBank.
Results: The ratio of male to female was 1.75: 1 among
ll the patients. The majority (61.5%) of them was 40-69
ears old, with an average age of 50± 16 years old. 140 out
f 413 (34.0%) sera were positive in HEV RNA, and all the
solates were sequenced subsequently. Phylogenetic analysis
evealed that all these isolates belonged to genotype-IV with
uch high similarities, sharing 77.9%-88.3%, 80.8%-90.6%,
3.4%-85.2% and 91.0%-95.4% nucleotide identities with pro-
otype I (D10330, Burma; D11092, China; X98292, India;
Y230202, Morocco; AY204877, Chad), II (M74506, Mexico),
II (AB089824, AB189070, Japan; AY115488, Canada) and
V (AB097812, AY594199, AB108537, China) HEV strains,
espectively. Those isolates could be further divided into
ix clusters within genotype IV, but no obvious geographical
ifference was observed among the clusters.
Conclusion: It is evident that genotype-IV HEV had been
he principle causative agent of acute sporadic HEV infection
or human in Eastern China.
oi:10.1016/j.ijid.2010.02.1827
4.006
olecular characterization of VP1-3 and NSP1-3 genes of
orcine group A rotavirus G12 strain RU172: Evidence for
orcine origin of human G12 strains
. Ghosh1,∗, N. Kobayashi1, M. Ishino1, T. Naik2
Sapporo Medical University School of Medicine, Sapporo,
okkaido, Japan
National Institute of Science Education and Research,
hubaneshwar, Orissa, IndiaBackground: Group A rotavirus is an important cause of
nfantile diarrhea in humans, and classiﬁed into 23 G and
1 P genotypes. Among them, G12 has been regarded as
n important emerging genotype of human strains, world-
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wide. On the other hand, the only G12 strain reported from
animals was a G12P[7] strain, RU172, detected in a diar-
rheic piglet in Eastern India. The VP4, VP6, NSP4 and NSP5
genes of porcine G12 strain RU172 exhibited genetic relat-
edness to human Wa-like G12 strains. Although the origin of
human G12 genotype remains obscure, some recent studies
on human G12 rotaviruses suggested that the G12 genotype
might be of porcine origin. To determine the true origin of
G12 rotaviruses and decipher the exact genetic relatedness
between human and porcine G12 strains, we characterized
genetically the remaining six genes (VP1-3 and NSP1-3) of
porcine G12 strain RU172.
Methods: The VP1-3 and NSP1-3 gene sequences of
porcine G12 strain RU172 were obtained by RT-PCR and
direct sequencing using end primers and several internal
primers, designed from conserved stretches of several pub-
lished sequences.
Results: The VP1-3 and NSP1-3 genes of porcine G12
strain RU172 exhibited high sequence identities to Wa-like
porcine and human strains, including human G12 strains,
and by phylogenetic analyses, clustered within the Wa
genogroup along with human Wa-like G12 strains.
Conclusion: Wa-like human and porcine group A
rotaviruses are believed to be genetically related and have
a common origin. Therefore, based on full genome analyses
of porcine G12 strain RU172 and human Wa-like G12 strains,
we propose that the Wa-like human G12 strains might have
resulted from reassortment events involving Wa-like human
non-G12 and porcine G12 strains, or more favorably, both the
porcine and human Wa-like G12 strains might have evolved
from a common progenitor, maybe of porcine origin. The
AU-1-like and DS-1-like G12 strains might be the result
of reassortment events involving non-G12 strains of these
genogroups and human Wa-like G12 strains. Therefore, the
present study deciphers the probable origin of human G12
genotype, and provides evidence for porcine-human trans-
mission of rotaviruses.
doi:10.1016/j.ijid.2010.02.1828
34.007
Veterinary practitioners and the spread of infectious dis-
eases
S.T. Olodo-Atitebi
Oxford brookes university, 0X3 0BP, United Kingdom
Background: There is an increasing overlapping among
livestock,pets and human beings, highlighting the need for
a well deﬁned biosecurity plan to reduce the opportunity
for infectious agents to gain access to and spread within
a veterinary premises or any other animal housing unit.And
the recent outbreaks of infectious diseases around the world
have clearly shown the threats to human and animal health
arising from emerging and re-emerging infectious disease,
a fact which has huge economic and public health implica-
tions.
Methods: In order to provide the best veterinary care
possible, veterinarians have to redeﬁne their underlying
responsibility to minimize the risk of additional; harm that
might unintentionally befall a patient because of their inter-
ventions.
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Results: This Paper focused on an investigation to dter-
ine the possible roles of veterinary practitioners in the
pread of infectious diseases.
Conclusion: This paper focused on an investigation to
etermine the possible roles of veterinary practitioners in
he spread of infectious diseases, discusses the need for
iosecurity programs in veterinary practices,and relates a
ractical approach for developing biosecurity practices that
re tailored to individual facilities,to help ensure that vet-
rinary practitioners retain their role in the control rather
han the spread of infections.
oi:10.1016/j.ijid.2010.02.1829
4.008
rypanosome infections in dogs from Chagas disease
ndemic regions in Panama, Central America
.J. Pineda Segundo1,∗, I. Monfante2, N.L. Gottdenker3, A.
aldan˜a4, A.M. Santamaria5, S. Puga6, J.E. Calzada L.7
Instituto Conmemorativo Gorgas de Estudios en Salud,
anama, PAN, Panama
Universidad de Panama, PANAMA, PAN, Panama
Institute of Ecology, University of Georgia, Athens, Geor-
ia, Atlanta, US, USA
Instituto Conmemorativo Gorgas de EStudios en Salud,
anama, PAN, Panama
Instituto Conmemorativo Gorgas de Estudios en la Salud,
anama, Panama
Instituto Conmemorativo Gorgas de Estudios en la Salud,
anama, Panama
Instituto Conmemorativo Gorgas de Estudios en Salud,
anama, Panama
Background: Chagas Disease remains a major parasitic
oonosis in Latin America affecting 9.8 to 11 million people.
he infection is caused by Trypanosoma cruzi, a proto-
oan naturally transmitted to mammals, including humans,
y triatomines. In endemic areas, humans and animals
ecome mainly infected through contact with parasite-
nfected excreta from triatomines. The sylvatic triatomine,
hodnius pallescens is considered the main vector of T.
ruzi and T. rangeli in Panama. In many countries, such
s Panama, non-domiciliated vectors remain responsible
or a signiﬁcant transmission risk and their control poses
challenge for disease control. Dogs are important reser-
oirs of the disease in the domestic transmission, and due
o the close proximity with humans they may represent a
igh risk to humans. However, the role of dogs as reser-
oirs and as risk factor for human transmission in the
eridomestic and/or sylvatic habitats has only been par-
ially explored. Consequently we evaluate the prevalence
f canine trypanosomiasis rural endemic communities where
he non-domicilated R. pallescens is responsible for T. cruzi
ransmission to humans.
Methods: During 2007, a cross-sectional study was
esigned to evaluate the presence of anti-T. cruzi antibodies
nd blood trypanosomes in dogs from the rural communi-
ies of Las Pavas and Lagartera Grande in Central Panama.
questionnaire was applied to the dog owners to assess
pidemiological data and risk factors associated with the
isease.
